. Neighbour joining COI phylogeny of 75 Sycoscapter individuals collected from Ficus hirta. Philotrypesis was used as outgroup. First letters designate sampling site, followed by haplotype number within site. All Sycoscapter sequences form a monophyletic clade that we interpret as a single species. Genotypes from the closely located sites Xiang, Huo and DHS group together, suggesting spatial genetic structuring.
Genotypes from north-eastern locations (in red) are separated from genotypes from south-western locations (in blue), in agreement with the hypothesis of separation into two species.
Genotypes from different south-western locations are separated into different clusters, in agreement with the high Fst values observed between populations. For Ficus hirta, comparisons between location Da (north-eastern population) and other locations are indicated in red with a blue margin. Rounds are for comparisons with south-western locations. Triangles for comparisons with north-eastern populations.
For Sycoscapter there is a pattern of genetic isolation by distance. For Philotrypesis, the north-eastern species is genetically very homogeneous while the south-western species presents strong unstructured differentiation between locations. For Valisia, genetic differentiation between populations is limited and there is no genetic isolation by distance. For Ficus hirta, the south-western locations and Da are highly homogeneous, while the three other north-eastern locations were more differentiated among themselve and comparatively to the other locations. 
